The main aim of our study was to investigate the utility of using rep-PCR to correlate the typing profile of a medically-important group of bacteria like Enterococcus species, considering this homogeneous group of strains from patients affected by infective endocarditis. The secondary aim was to verify a possible correlation between the genotypic profile and the chemosensitivity pattern. We analyzed 32 Enterococcus strains (E. faecalis, 27; E. faecium, 5) isolated from Italian patients affected by infective endocarditis, included in the Italian Infective Endocarditis Survey. Enterococcus faecalis ATCC 29212 was used as internal control. All strains were analyzed by the rep-PCR technique. It separates amplicons and generates fingerprinting patterns at microbial subspecies level (4) (5) (6) The ATCC 291121 strain, used as internal control resulted not related to the other strains tested. The dendrogram analysis shows the different groups of isolates. Two strains (strains n. 29 and 30) appear strictly related (average similarity ratio: 92.4%) even if the graphics' overlay confirms a little difference at the fingerprinting pattern ( Figure II) . Interestingly, both the strains have been recovered from the same patient from blood cultures collected at the baseline (t 0 ) and two months later (t 1 ). In particular, both strains present the same chemosensitivity profile except for fosfomycin (MIC value of t 0 strain: 24 mg/L; MIC value of t 1 strain: 94 mg/L). Isolates at lanes 24-28 are E. faecium, whereas all the other strains are E. faecalis. All the strains included in the study appear to be not related, except for the two isolates described above. No correlation between chemosensitivity pattern and rep-PCR typing pattern has been found ( Table 1) . The automated repetitive-sequence-based PCR system (rep-PCR) is based on non-coding repetitive sequence elements within the genome of organisms to create primers and amplify regions between these sequences. Fragments of various lengths are generated and separated by microfluidic electrophoresis. In the Agilent system, the fragments pass over a laser as they separate, creating a graph of fluorescence intensity over time. This graph translates to the fingerprint pattern. The rep-PCR appears specific for Enteroccus spp. and it could be used also to differentiate enterococcal strains belonging to different species. As expected, an homogeneous subcluster includes only E. faecium isolates. Our study confirm that the technique is highly reliable, as demonstrated by the fact that two similar profiles were originated by two strains collected from the same patient. While one can expect organisms with similar antimicrobial profiles to cluster together, it has not been shown to be useful for identification of specific antimicrobial resistance mechanisms. In conclusion, rep-PCR can be proposed as an useful method to type also Enterococcus spp. It could be utilized in case of nosocomial outbreaks, as described also for methicillin resistant Staphylococcus aureus (MRSA) or Gram negative (5, 1). As expected, our results confirm the wide eterogenicity of enterococcal strains involved in infective endocarditis. No correlation can be described between chemosensitivity and ribotyping pattern, confirming the results of Chuang et al. (2010) , even if it can be useful for a quick strains' classification versus the reference strains (3). 
